in 136 Appendix S1 in Supporting Information). A multiplex PCR Kit (Qiagen) with hot start Taq was 137 used for the DNA amplifications. The 29 pairs of primers were divided into 4 multiplex Groups 138 (Table S1 in 
Statistical analysis 145
All loci were tested for the presence of null alleles or allelic dropout using the software 146
MICROCHECKER 2.2.3 (van Oosterhout et al. 2004). Exact tests for Hardy-Weinberg equilibrium 147
and Linkage Disequilibrium (using the Markov Chain Monte Carlo (MCMC) method with 10,000 148 dememorization steps followed 1,000 batches with 10,000 iterations per batch), were carried out 149 using GENEPOP 3.4 (Raymond & Rousset 1995 independent repeats were run for each value of K (1≤ K≤ 10). Following test runs, the burn-in 159 length and length of simulation were set at 1,000,000 and 3,000,000 repetitions, respectively. Ireland, and so not included in this analysis. Broad log-normal priors were used (see Table 1 ) and 187 multiple scenarios were tested considering alternative division times and demographics. We first 188 test 10 unique permutations varying the number of time division points (2, 3 or 4), the identity of 189 the ancestral population and the identity of populations dividing at different time points. This 190 covered the main alternatives, but was not exhaustive, and so in a second analysis we retain the 191 basic case where all split at the same time, the best supported scenarios from the first run, and add 192 some scenarios that consider plausible alternative patterns of ancestry (for a total of 12 scenarios; 193 see analyses. Replicate genotyping detected no differences and so no error rate based on those data. 207
Missing data are illustrated in Table S2 in Appendix S1. 208
The scatter plot of FCA ( Comparing individual samples by collection date showed that this had no impact on the pattern of 216 structure shown in the FCA analysis ( Fig. S2 in Appendix S2). Genetic variation at each locus for 217 each population is reported in Table S3 in Appendix S1 (including Ho, He, FIS, number of alleles 218 and allelic richness). All pairwise FST values were significant and highest for comparisons between 219 the North Atlantic and Mediterranean Sea (Table 2) . 220
For the analysis in STRUCTURE, LnP(K) leveled off after K=2 ( (Table  229 S4 in Appendix S1), consistent with the results found by FCA and STRUCTURE. 230
The program BOTTLENECK did not show statistical support for a bottleneck event in any of the 231 North Atlantic regions based on heterozygote excess (Table S5 in Appendix S1) or the allele 232 frequencies mode shift as the distribution was clearly L shaped as expected for non-bottleneck 233 populations close to mutation-drift equilibrium ( revealed that scenario 8 best fits the observed data (Fig. 4) . This scenario was also the best fit 247 among the 12 scenarios illustrated in Fig. S1b in Appendix S2. Details of the relative support from 248 logistic and direct regression analyses together with confidence intervals are provided in Table S6  249 in Appendix S1. The best supported scenario has much greater support than the tested alternatives 250 (Fig. 4 ; Table S7 and Table S8 in Appendix S1), and is based on the hypothesis of a common 251 ancestor (with effective size Na; Table 1) Tuscany). Our data suggest a division to the east of Sicily, between the Ionian Sea and Greece, 341 though perhaps affected by post-mortem drift in currents. However, the Korinthiakos Gulf in 342
Greece is semi-enclosed and consists of a unique water body due to deep and steep slopes along its 343 coasts, and a systematic occurrence of wind-driven upwelling currents (Lascaratos et al. 1989) . 344
Although waters from the Ionian Sea enter the gulf, overall it provides an isolated habitat. understanding what drives these differences is critical, since it will often be necessary to base 365 strategy on transferable inference. Given the numbers, it is impractical to instead investigate all 366 species of concern individually in all regions of conservation concern. This particular geographic 367 region provides a useful study system due to the complexity and known phylogeographic breaks 368 
